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^ T» -1, «rthP Srientific and Technical Information 

Tlic Biotechnology Systems Branch computer readable 

Center (STIC) detected errors when processmg the loiiowmg i 

form: 





Application Serial Number: 
Source: 

Date Processed by STIG: 

THE ATTACffiD PIUNTOIIT EXPI^mS DETEC™ 

PoSSiSoWnS. PLEASE CONTACT 
.On SE..E.CE ^XEHPHE^T^^ 



Checker Version 3.0 

« 1- o c ctatp nfthe-art Windows based software program 

The Checker Version 3 0 ^PPl'^^^^'^" '^.^^f^^fj^^^^^^^^ sequence Hsting is m 

employmg a logical and mtumve us^^^^^^^^ 

compliance with format 'content rules_Checker Ve ^ ^^^^^ October 1, 1990 (old 

Property Organization CWIPO) Standard ST25, ^ ^ ^ ^ y2K- 

Checker Versibn 3 .0 replaces the previous D^^^^^^^^^^ Computer Readable form 

compUant. Checker aHows pub he user to che^^^^^^^^ ^^SP^-O^ 

(CRF) before submitting them to the ^^'^^iSr^^ result in fewer errored sequence 

Use of Checker prior to filing the sequence listing is expeci 
listings, thus saving time and money. 

. V • VO can be downloadMi!^^ 



Raw S«iu<nce IMtlnt Error Summ»ry 




c,.rv-F<rrFnrORRECTION SERIAL NUMDER;. 0^I%Z1> ^ ^ l7< 

FRROR DETECTED gUOGESTED COKKbt^i lur . 

.^^w.^ .ryr. r Mf-f iQif -ALPHA'* HEADERS. WIHOI WERE INSERTED BY PTO 
ATTN: NEW ROLES CASES: PLEASE DISREGARD ENGLISH ALPHA HtAi^r. 



* 2. 
3 



10 



12 



13 



Wrapped NucUici 
Wnppcd Aminos 



Invalid Line Length 

MUaligned Amino 
Humbcring 

Non-ASCII 



Variable Ungth 



Pjilcntin 2.0 

iHIg" 



Skipped Sequences 
"(OLD RULES) 



(NEW RULES) 



Use of n't or Xaa's 



(NEW RULES) 



Invalid <2 13> 
Response 



U$eof<220> 



Palcntln 2.0 



Misuse of n 



* ^ .K, or«ch line •^wrapped- down to the ncxX line. JhU may occur ifyour file 

prcvendl "Swapping." " " "... 

m nilc, require that . line no. .xcccJ 72 ehar.cten in li'netJi. iH, include, «*ile .p.ces. 

The numbering under e.ch 5* ^ino .cid i. miiliened. Do no« «e Ub code, between nun,ber.: 
UM »p»cc character*, instead. 

■n,e .ubmitted f.le w« no. »ved in ASCIl(DOS) text. « required by the Sequence Ruli,. Ple«e 
.wure rour .ub»equen. .ubmlMlon U »«d In ASCI' ., 

Seque„ce<.)__conUi. . rej^e.^in^^^^^^ 



8 Skipped Sequences' Scqucncc(s) 



ArlincUl or Unknovm »<quen«e,. 

r misting. If intention*!, please insert the foHoyring Une. for e.ch ridpped .equence: 

(2 INFORMATION hOK ^ ^ v^^ ^ .ubheadme. under <hl, hcadmg) 

(S SEQUeSSrJPTi5n:SEQ ID NO:X: (insert SEQ ID.NO where "X" is shown) 
This sequence is intentionally skipped 

Please also adjust ih. "(») NUMDER OF SEQUENCES:" response to Include the skipped sequences. 

missing. Iflntcntlonal. please insert the folldwing lines for each skipped sequence 



<2io> sequence id number 
<400> aequencc id number 
000 

I u^Arn*«»nd/ofXaa*i have been detected in the Sequence Listing. , ^ . , 
Use ol n f ano/or » » r^oon-* ^TJ-ii U MANDATORY fn's or Xaa's »rc present. 

n I ik- «/.iM <'i 1 1> rcsDonscs are: Unknown, Artificial Sequence, or 

u Artificial Sequence 

Please do not use "Copy to Disk" function ofPatentln version 2.0. Thi, causes a cortvpted Hie 
LuWnl irrslg^^tory numeric identifier, and responses (as indicated on raw «q"'n« 

U«« Manager" or any other manual means to copy file to floppy d.slc 

- n tan' only be used to represent a .ingle nucleotide in a nucleic acid sequence. N i, no. u,ed to repre.e. 
any value not specifically a nucleotide. 
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OIPE 



5 
7 

DURING 

8 
9 
11 

W--> 12 
C--> 14 
W--> 16 
W--> 17 

19 
21 



<110> 
<120> 



<13 0> 
<140> 
<141> 
<150> 
<151> 
<160> 
<170> 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/823 , 887A 



DATE: 10/04/2001 
TIME : 11:25:40 



Input Set : A:\PTO_VSK.txt 

Output Set: N;\CRF3\10042001\I823B87A.raw 
APPLICANT: Sanjay Kumar, Lakhvir Lai, Paramvir Singh Ahuja 

TITLE OF INVENTION: CLONING OP NOVEL GENE SEQUENCES EXPRESSED AND REPRESSED 

WINTER DORMANCY IN THE APICAL BUDS OF TEA (CAMELLIA SINENSIS L. 
(O. ) KUNTZE) BUSH 

FILE REFERENCE: H053916 . OOOIUSO 
CURRENT APPLICATION NUMBER: 09/823, 8 8 7A 
CURRENT FILING DATE: 2001-09-15 
PRIOR APPLICATION NUMBER: 
PRIOR FILING DATE: 
NUMBER OF SEQ ID NOS : 4 
SOFTWARE : 



Does Mot C 
Correotad Diskette 





eadea 

4 <{ 6 



ERRORED SEQUENCES 




ID 

LENGTH : 2^9 
TYPE : DNA 




23 
24 
25 
26 
28 

W--> 29 

30 

E--> 33 
E--> 34 
E--> 35 
E--> 36 
E--> 37 
E--> 38 

40 

41 

42 

43 

45 

W--> 46 

47 

E--> 49 
E--> 50 
E--> 51 
E--> 52 
E--> 53 
E--> 54 

56 

57 

58 

59 

61 <22 0> FEATURE: 
W--> 62 <221> NAME/KEY: 5' 




Sis L. (O.) Kuntze ^ 



ft 



<210> SEQ ID NO^ 
<211> LENGTH: 305 
<212> TYPE: DNA 
<213> ORGANISM: Camellia 
<2 2 0> FEATURE: 
<221> NAME/KEY: 5' clip 
<222> LOCATION: 31 .2 

<400> SEQUENCE ( ^ ^,4-4-^ 

atcgccgtaa ttg^gtt ttccctctca ccggaatcct acgttatcc ccttaccttc gtgaacatta 
cagLggaat cggtggtcca attatcaact taattttggg cgcatctgtt cgtgttaact agaagccatg 
ta?aca?aca a?acaacatg gttcactcct cctacagatt atgagttgaa cttttataa^ aagttgaat 
aatggcttct gaataaggag aagaggagcc tctgtttgtt ttacttatta cagatgtgat atcgttcaac 
aac-tttgatt ctgcgaaaaa aa^^^/^f} 3 t U^^^.*^ AAA\&{^^^^ b mv^U^^ 

<210> SEQ ID NO:£2> ^ ^ '^ c^ 




4iW 




Kuntze 




(O. ) 



<211> 
<212> 

<213> ORGANISM: CamellUa sinensis L 
<22 0> FEATURE 
<221> NAME/KEY: 5' clip 
<222> LOCATION: 21.2 
<400> SEQUENCE: S")^ 

agaagtacct gaaaggaagc ttaacgaggt gaacatccat tgcagccagc cctggaatct ^^acagggca 
actctgaacc ggaattattt taataacccg tgggcaatga ttgcaattat ggctcgtttg gtattacttc 
tactcactta gacacaactg tatttacggt tttcgctgga attgtaattg ttggagcgac ^^^^J^^^^^ 
gtcacaactt attggtgaga gtatcagtgt gctcttcttt atcgtcttta actctccgtg gtaattactt 

igacaatatt catacaj. . Q^GJU. ^ f^^ ^ e W .^.k. v^^^^c^ 

<210> SEQ ID NO:^ i T 

<211> LENGTH: 239 e^.x^W' 
<212> TYPE: DNA 

<213> ORGANISM: Camellia sinensis L. (O.) Kuntze 



clip 
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E 
E 
E 
E 
E 



-> 
-> 
-> 
-> 

-> 



W--> 



E 
E 
E 
E 
E 



_> 

-> 

-> 
_> 



6 3 
65 
66 
67 
68 
69 
71 
72 
73 
74 
76 
77 
78 
80 
81 
82 
83 
84 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/82 3 , 887A 



DATE : 
TIME 



10/04/2001 
11:25:40 



A:\PTO_VSK»txt 

N:\CRF3\10042001\l8238 87A.raw 



Input Set : 
Output Set : 

<222> LOCATION: 
<400> SEQUENCE;/ _ 

gagactcagc tcagW^tca tgttctaagt gaatgtcact ctatcgcctt cttgtccctc ttagacatac 
tacatcctca ttctgctaga aatgaactca tgtaggtttt gaagttggga acttttgaaa ctgtgttgtt 
tgggtgctgt ctgttataca attctctcaactgcggagaa ttgacgttgg ttgtagtgga attcaacact 
tgggttttgt tcttagttaa aaaaaaaaa^Ty n6>t m^ixXu^^f^W* ^Jrux^^-^^i^^^ 

SEQ ID NO 
LENGTH;/^" 
TYPE 

ORGANISM 
FEATURE : 
<221> NAME/KEY: 5' clip 
<2 2 2> LOCATION: 44'^ 
<400> SEQUENCE : (^5j) 

atagcttagt cacgtgtctc ttgagaatgg actacgtagt tgttaagttg ggtgatcaga aggcgttgat 
gatgaatgta tgaagcagag actactgaat gtaattttgt tgttgaaaga tgaatgattt attaatgcct 
gcatatcttt ctattgtttg^atgccaaacc tttgggcaca ttttttcttt ctttttgtga taatgttctc 
ttcttgcaaa aaaaaaaaT^SA i \ i P I h>L ^ .LM^^i<^ 



<210> 
<211> 
<212> 
<213> 
<2 2 0> 



Camellia sine 




(O. ) 



Kuntze 
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• 



il 



<160> 

<170> 

<210> 
<211> 
<212> 
<213> 

<220> 
<221> 
<222> 



<400> 

ATCGCCGTAA ^^TGCCATGTT 



Camellia /inensis L. (O.) Kuntze 




^^JJ ^10 ijyo 



1^ d_^^^^wVv 



TTCCCTCTCA CCGGAATCCT ACGTTATCC CCTTACCTTC 




GTGAACATTA CAGTAGGAAT CGGTGGTCCA ATTATCAACT TAATTTTGGG CGCATCTGTT 

CGTGTTAACT AGAAGCCATG TATACATACA ATACAACATG GTTCACTCCT CCTACAGATT 

ATGAGTTGAA CTTTTATAAT AAGTTGTAAT AATGGCTTCT GAATAAGGAG AAGAGGAGCC 

TCTGTTTGTT TTACTTATTA CAGATGTGAT ATCGTTCAAC AACTTTGATT CTGCGAAAAA 




/26 






0 



The type of errors shown exist thfou 
^uence Listing. Please 
for similar errors. 



s 



• 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/82 3 , 88 7A 



DATE: 10/04/2001 
TIME: 11:25:41 



L: 
L: 
L : 
L : 
L: 
L : 
L: 
L: 
M: 
M: 
L : 
L : 
L: 
L : 
L : 
M: 

L: 
L: 
L: 
L: 
L: 
M: 
M: 
L : 
L: 
L: 
L: 
L: 
M: 
M: 
L : 
L : 



12 
14 
16 
17 
29 
33 
34 
34 



M:283 
M:271 
M:256 
M: 256 
M: 257 
M:212 
M: 254 
M:112 



W 
C 
W 

w 
w 

E 
E 
C 



Input Set : A:\PTO_VSK, txt 

Output Set: N:\CRF3\10042001\I823887A.raw 

Missing Blank Line separator, <140> field identifier 

Current Piling Date differs, Replaced Current Filing Date 

Invalid Numeric Header Field, <150> PRIOR APPLICATION NUMBER: 

Invalid Numeric Header Field, Wrong Prior PILING DATE : YYYY -MM-DD 

Feature value mis-spelled or invalid, <221> Name/Key for SEQ ID#:1 

(34) Invalid or duplicate Sequence ID Number, SEQUENCE ID NOS : 1 dif f ers : 5 

NO. of Bases conflict, LENGTH : Input : 0 Counted:69 SEQ:1 

(48) String data converted to lower case. 



2 54 Repeated in SeqNo=l 
112 Repeated in SeqNo=l 



38 
38 
46 
49 
50 



M: 320 
M:252 
M:257 
M: 212 
M:254 



E 
E 
W 
E 
E 



(1) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS : 3 
No. of Seq. differs, <211>LENGTH : Input : 305 Found:306 SEQ : 1 
Feature value mis-spelled or invalid, <221> Name/Key for SEQ ID#:2 
(34) Invalid or duplicate Sequence ID Number, SEQUENCE ID NOS: 2 dif f ers : 5 
No. of Bases conflict, LENGTH : Input : 0 Counted: 70 SEQ : 2 
112 Repeated in SeqNo=2 
2 54 Repeated in SeqNo=2 

54 M:320 E: (1) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS : 3 

No. of Seq. differs, <211>LENGTH: Input : 297 Pound:299 SEQ:2 
Feature value mis-spelled or invalid, <221> Name/Key for SEQ ID# : 3 
(34) Invalid or duplicate Sequence ID Number, SEQUENCE ID NOS : 3 dif f ers : 5 
No. of Bases conflict, LENGTH : Input : 0 Counted: 70 SEQ: 3 



54 
62 
65 
66 



M: 252 
M:257 
M:212 
M:254 



E 
W 
E 
E 



112 Repeated in SeqNo===3 
254 Repeated in SeqNo==3 



(1) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS : 3 
No of Seq. differs, <211>LENGTH : Input : 2 39 Found:241 SEQ : 3 
Feature value mis-spelled or invalid, <221> Name/Key for SEQ ID#:4 
(34) invalid or duplicate Sequence ID Number, SEQUENCE ID NOS: 4 dif f ers : 5 
No. of Bases conflict, LENGTH : Input : 0 Counted:70 SEQ : 4 
112 Repeated in SeqNo=4 
2 54 Repeated in SeqNo=4 

84 M:320 E: (1) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS : 3 
84 M:252 E: No. of Seq. differs, <2 11>LENGTH : Input : 22 8 Found:230 SEQ : 4 



69 
69 
77 
80 
81 



M: 320 
M: 252 
M:257 
M:212 
M: 254 



E 
E 
W 
E 
E 
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